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Shown are 17 bases around the A/G silent polymorphism in the fragment amplified with primers VP664:2. Among the 5 individuals represented the bottommost one is the individual, for which the original 454-library was prepared. Niastella koreensis GR20 10 YP 005011128 Figure S12 . ML phylogenetic tree for dUTPase amino-acid sequences (alignment length 137 residues). The tree is rooted on the split between Bacteria and Eukaryota.
